Table S1. Predicted 2-year transition probabilities from CIN1 to CIN2 or more severe lesions and their 95% confidence intervals for the six HPV categories derived from the Cox regression analysis. HPV category 2-year transition probability HPV16 0.502 (0.232-0.676) HPV18 0.086 (0.000-0.235) HPV52 0.527 (0.336-0.662) HPV58 0.498 (0.251-0.663) Other hrHPVs 0.253 (0.144-0.349) No hrHPVs 0.133 (0.065-0.197) HPV, human papillomavirus; hrHPV, high-risk human papillomavirus.Cox proportional hazard model was used to predict 2-year transition probability from CIN1 to CIN2 or more severe lesions for each HPV category.
HPV, human papillomavirus; hrHPV, high-risk human papillomavirus.Cox proportional hazard model was used to predict 2-year transition probability from CIN1 to CIN2 or more severe lesions for each HPV category. To this end, we restricted the patients to those who were diagnosed as CIN1 at the time of entry and followed them until they were diagnosed as CIN2 or more severe lesions or at the end of their observation period. The parameters for hazards for the HPV categories were independently estimated. In cases of co-infection, patients could contribute to the parameter estimation of several HPV categories. Based on the estimated parameters, we simulated the probabilities of transitioning from CIN1 to CIN2 or more severe lesions after 2 years. CIN, cervical intraepithelial neoplasia; HPV, human papillomavirus; hrHPV, high-risk human papillomavirus; SD, standard deviation. Cytological and histological results were combined to classify the results into the following diagnoses: normal, CIN1, and CIN2/CIN3. HPVs 16, 18, 31, 33, 35, 39, 45, 51, 52, 56, 58, 59 , and 68 were classified as hrHPVs. Of these, HPV 16, 18, 52, and 58 were categorized separately. hrHPVs other than HPVs 16, 18, 52, and 58 were classified as "other hrHPVs." Patients who were not infected with any hrHPVs were referred to as "no hrHPVs" patients. In the cases of observed co-infection with different HPV genotypes, it was possible to include the same patient in the summary statistics of multiple HPV categories. Table S3 . Summary of the transitions from each diagnosis of cervical epithelial lesions for the six HPV categories in the dataset for the alternative model. 18, 31, 33, 35, 39, 45, 51, 52, 56, 58, 59 , and 68 were classified as hrHPVs. Of these, HPV 16, 18, 52, and 58 were categorized separately. hrHPVs other than HPVs 16, 18, 52, and 58 were classified as "other hrHPVs." Patients who were not infected with any hrHPVs were referred to as "no hrHPVs" patients. In the cases of observed coinfection with different HPV genotypes, it was possible to include the same patient in multiple HPV categories. CIN, cervical intraepithelial neoplasia; HPV, human papillomavirus; hrHPV, high-risk human papillomavirus. Values are the predicted probabilities (95% confidence intervals) of transitions from the current state to the state after 2 years for each HPV category. Cytological and histological results were combined to classify the results into the following diagnoses: normal, CIN1, CIN2, and CIN3. HPVs 16, 18, 31, 33, 35, 39, 45, 51, 52, 56, 58, 59 , and 68 were classified as hrHPVs. Of these, HPV 16, 18, 52, and 58 were categorized separately. hrHPVs other than HPVs 16, 18, 52, and 58 were classified as "other hrHPVs." Patients who were not infected with any hrHPVs were referred to as "no hrHPVs" patients. In the cases of observed coinfection with different HPV genotypes, it was possible to include the same patient in multiple HPV categories. We used the continuous-time multistate Markov model to estimate the prognosis of each patient. In the alternative model, we defined four states: normal (state 1), CIN1 (state 2), CIN2/CIN3 (state 3), and treatment (state 4). Arrows in Figure S2 specify possible transitions between the states defined in our model; all transitions between adjacent states, except the backward transition from treatment to CIN2/CIN3, were allowed. CIN3/cancer was the absorbing state. Treatment was the absorbing state. We truncated observations after the treatment intervention. Figure S1 . Observed and simulated prevalence transition of each state for the human papillomavirus (HPV) categories in the alternative model. The figure demonstrates the observed (solid line) and simulated (dotted line) prevalence transition of each state for the six HPV categories in the alternative model. Cytological and histological results were combined to classify the results into the states of the model. HPVs 16, 18, 31, 33, 35, 39, 45, 51, 52, 56, 58, 59 , and 68 were classified as high-risk HPVs (hrHPVs). Of these, HPV 16, 18, 52, and 58 were separately categorized. hrHPVs other than HPVs 16, 18, 52, and 58 were classified as "other hrHPVs." Patients who were not infected with any hrHPVs were referred to as "no hrHPVs" patients. In cases of observed coinfection with different HPV genotypes, it was possible to include the same patient in multiple HPV categories. for the alternative model. We defined four states: normal (state 1), cervical intraepithelial neoplasia 1 (CIN1, state 2), CIN2/CIN3 (state 3), and treatment (state 4). The arrows in the figure specify possible transitions between these states; all transitions between adjacent states, except the backward transition from treatment to CIN2/CIN3, were allowed. Treatment was the absorbing state. Each transition parameter λ indicates the transition intensity; i.e., λij is interpreted as an "instantaneous risk" of transition from state i to j. Figure S3 . Possible transition paths of the alternative model for the selected patients. The figure shows possible transition paths for four selected patients (patient 01-patient 04). Cytological and histological results were combined to classify the results into the states of the model. We truncated observations after the diagnosis of treatment intervention in this alternative model. The filled circles indicate actual observations or visits. The solid line is a possible transition path during the follow-up period. The possible transition paths were randomly selected on the basis of the observed states.
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